Adenosine Monophosphate-Activated Protein Kinase Signaling Regulates Lipid Metabolism in Response to Salinity Stress in the Red-Eared Slider Turtle Trachemys scripta elegans by Hong, M. (Meiling) et al.
Frontiers in Physiology | www.frontiersin.org 1 July 2019 | Volume 10 | Article 962
ORIGINAL RESEARCH
published: 31 July 2019
doi: 10.3389/fphys.2019.00962
Edited by: 
Eduardo Luís Cupertino Ballester, 
Federal University of Paraná, Brazil
Reviewed by: 
Min Jin, 
Ningbo University, China
Matheus Dellaméa Baldissera, 
Universidade Federal de Santa Maria, 
Brazil
*Correspondence: 
Li Ding 
dingli@hainnu.edu.cn
†These authors have contributed 
equally to this work
Specialty section: 
This article was submitted to 
Aquatic Physiology, 
a section of the journal 
Frontiers in Physiology
Received: 28 February 2019
Accepted: 11 July 2019
Published: 31 July 2019
Citation:
Hong M, Li N, Li J, Li W, Liang L, 
Li Q, Wang R, Shi H, Storey KB and 
Ding L (2019) Adenosine 
Monophosphate-Activated Protein 
Kinase Signaling Regulates Lipid 
Metabolism in Response to Salinity 
Stress in the Red-Eared Slider Turtle 
Trachemys scripta elegans.
Front. Physiol. 10:962.
doi: 10.3389/fphys.2019.00962
Adenosine Monophosphate-
Activated Protein Kinase Signaling 
Regulates Lipid Metabolism in 
Response to Salinity Stress in the 
Red-Eared Slider Turtle Trachemys 
scripta elegans
Meiling Hong1†, Na Li1†, Jiangyue Li1, Weihao Li1, Lingyue Liang1, Qian Li1, Runqi Wang1, 
Haitao Shi1,2, Kenneth B. Storey3 and Li Ding1*
1 Ministry of Education Key Laboratory for Ecology of Tropical Islands, College of Life Sciences, Hainan Normal University, 
Haikou, China, 2 Chengdu Institute of Biology, Chinese Academy of Sciences, Chengdu, China, 3 Department of Biology, 
Carleton University, Ottawa, ON, Canada
Aquatic animals have developed various mechanisms to live in either hyperionic or hypoionic 
environments, and, as such, not many species are capable of surviving in both. The 
red-eared slider turtle, Trachemys scripta elegans, a well-known freshwater species, has 
recently been found to invade and inhabit brackish water. Herein, we focus on some of the 
metabolic adaptations that are required to survive and cope with salinity stress. The 
regulation of the adenosine monophosphate (AMP)-activated protein kinase (AMPK), a 
main cellular “energy sensor,” and its influence on lipid metabolism were evaluated with a 
comparison of three groups of turtles: controls in freshwater, and turtles held in water of 
either 5‰ salinity (S5) or 15‰ salinity (S15) with sampling at 6, 24, and 48 h and 30 days 
of exposure. When subjected to elevated salinities of 5 or 15‰, AMPK mRNA levels and 
AMPK enzyme activity increased strongly. In addition, the high expression of the peroxisome 
proliferator activated receptor-α (PPARα) transcription factor that, in turn, facilitated 
upregulation of target genes including carnitine palmitoyltransferase (CPT ) and acyl-CoA 
oxidase (ACO). Furthermore, the expression of transcription factors involved in lipid synthesis 
such as the carbohydrate-responsive element-binding protein (ChREBP) and sterol 
regulatory element-binding protein 1c (SREBP-1c) was inhibited, and two of their target 
genes, acetyl-CoA carboxylase (ACC) and fatty acid synthase (FAS), were significantly 
decreased. Moreover, exposure to saline environments also increased plasma triglyceride 
(TG) content. Interestingly, the content of low-density lipoprotein cholesterol (LDL-C) and 
total cholesterol (TC) in plasma was markedly higher than the control in the S15 group after 
30 days, which indicated that lipid metabolism was disrupted by chronic exposure to high 
salinity. These findings demonstrate that activation of AMPK might regulate lipid metabolism 
in response to salinity stress through the inhibition of lipid synthesis and promotion of lipid 
oxidation in the liver of T. s. elegans. This may be an important component of the observed 
salinity tolerance of these turtles that allow for invasion of brackish waters.
Keywords: Trachemys scripta elegans, salinity adaptation, fatty acid oxidation, lipid synthesis, lipid metabolism-
related transcription factors
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INTRODUCTION
Salinity is a crucial environmental stress factor for aquatic 
species and can disrupt electrolyte balance, cell energetics, and 
various other physiological responses (Verity and Smetacek, 
1996). Shifts from optimal salinity cause stress in aquatic 
organisms and increase the energy demand for osmoregulation 
(Devreker et  al., 2009). Lipid metabolism is highly dependent 
on the cellular energy (adenosine triphosphate – ATP), and 
the de novo lipogenesis pathway requires cytosolic citrate from 
mitochondria in positive nutrition status (Osellame et al., 2012). 
Changes in lipid content and fatty acid composition were 
associated with different salinities (0, 7, 14, 21, and 28  ppt) 
in juvenile American shad (Alosa sapidissima; Liu et  al., 2016). 
However, upon environmental stressors, the normal function 
of mitochondria can be  disrupted, leading to lipid metabolism 
dysfunction in aquatic animals. Thus, it is important to understand 
lipid metabolism in-depth to further understand the mechanisms 
behind biological processes involving the lipid metabolic pathway.
The adenosine monophosphate (AMP)-activated protein 
kinase (AMPK) is regarded as the energy sensor of cells and 
plays a very important role in regulating fuel metabolism for 
anabolic versus catabolic purposes (Ewart and Kennedy, 2011; 
Hardie et  al., 2012). The regulation of energy metabolism via 
AMPK-mediated signaling is an active area of research that 
ranges from studies of the protein kinase itself (structure, 
cellular distribution, activity) to its roles in multiple organisms 
including mammals, turtles, frogs, fish, shrimps, and crabs 
(Mihaylova and Shaw, 2011; Hardie, 2015; Xu et  al., 2016). 
These studies, among others, have emphasized its role in 
maintaining energy equilibrium, particularly in regulating hepatic 
lipid metabolism (Towler and Hardie, 2007; Mihaylova and 
Shaw, 2011). Interestingly, studies with animal models that 
show natural metabolic rate depression have found that AMPK 
signaling is involved in the anoxia tolerance of T. s. elegans 
(Rider et  al., 2009) and in freezing and dehydration tolerance 
of wood frogs (Rana sylvatica; Horman et  al., 2005; Rider 
et al., 2006). AMPK phosphorylation can inhibit enzymes related 
to fatty acid, glycogen, protein, and cholesterol synthesis while 
stimulating enzymes of glycolysis and lipolysis (Hardie and 
Pan, 2002; Horman et  al., 2002; Munday, 2002). In addition 
to post-translational regulation of various rate-limiting enzymes, 
AMPK also regulates the gene expression of key glycolytic 
and lipogenic enzymes via regulating the carbohydrate-responsive 
element-binding protein (ChREBP) and sterol regulatory element-
binding protein 1c (SREBP-1c) transcription factors, respectively 
(Kawaguchi et  al., 2002; Kohjima et  al., 2008), to allow the 
incorporation of fatty acids into triglycerides that function as 
a long-term energy reservoir (Dentin et  al., 2005).
In recent years, the freshwater turtle, red-eared slider 
(Trachemys scripta elegans), has successfully invaded five 
continents, and this has been in part due to its strong ability 
to adapt to diverse environments (Semenov, 2010). Field surveys 
have indicated that T. s. elegans can inhabit and lay eggs in 
the estuary of the Nandujiang river (Hainan Province, China) 
and that their hatchlings can be  found at the shore of brackish 
water (Yang and Shi, 2014). Variations of sea surface salinity 
and temperature were negatively correlated during the deglaciation 
induced by climate warming, which is expected to reduce 
surface salinity and expand the brackish water regions (Paterne 
et  al., 1993; Groisman et  al., 1999). Therefore, the potential 
invasion danger of T. s. elegans would presumably be  serious.
Our previous studies have shown that T. s. elegans can survive 
for more than 3 months in saline environments (<15‰; Hong 
et  al., 2014) or promote the antioxidant defense system against 
the oxidative stress induced by salinity (Ding et  al., 2019) and 
that during this time, they increase their plasma triglyceride 
and glucose levels, probably supporting increased fuel/energy 
needs for survival in the saline environment (Shu et  al., 2012). 
Transcriptomic analyses of T. s. elegans exposed to saline 
environments have shown that lipid metabolism pathways are 
differentially regulated, relative to controls in freshwater, suggesting 
a strong link between lipid metabolism and salinity-tolerance 
(Hong et  al., 2018). However, the molecular mechanisms behind 
this targeting of lipid metabolism in T. s. elegans under salinity 
stress remain unknown. The objective of this study was to 
investigate the role of AMPK in the regulation of lipid metabolism 
in T. s. elegans under salinity stress. Understanding the molecular 
mechanisms of lipid metabolism in T. s. elegans under salinity-
responsive AMPK signaling can provide a basis for studying the 
molecular mechanism of salinity tolerance.
MATERIALS AND METHODS
Experimental Animals and  
Salinity Exposure
T. s. elegans (3  years old, female, mean mass 392.26  ±  20.57  g) 
was purchased from the Hongwang turtle farm (Haikou, 
China). Turtles were acclimated in a cement pool 
(190 cm × 65 cm × 32 cm) at room temperature with dechlorinated 
water for 2 weeks prior to salinity exposure. Two treatment 
groups with salinities of 5‰ (S5) and 15‰ (S15) were generated 
using sea salt crystals and measured with a digital high precision 
electronic salt meter (Taihua, Chengdu, China). An equal volume 
of dechlorinated freshwater was added to another tank for the 
control group. Ceramic tiles were placed in each pond for 
shelter and basking. Turtles were fed with a commercial diet 
twice a week, and any remaining food was removed and the 
water changed in the pools after 24  h. The salinity of the 
experimental groups was monitored and adjusted accordingly 
each day. Water temperature in pools was maintained near 
26°C, and 12–15  h of light was received by these turtles daily.
Six turtles from each pool were randomly sampled at indicated 
time of experimental exposure (6, 24, and 48  h and 30 days) 
and were anesthetized by freezing for 20 min. Blood was sampled 
from cardiovascular vessels in heart. Heart, liver, skeletal muscle, 
kidney, lung, and intestine were quickly sampled, frozen in 
liquid nitrogen, and stored at −80°C until further use. All 
experimental procedures had the prior approval of the Hainan 
Provincial Ecological Environment Education Center Experimental 
Animal Ethics Committee and were conducted under standard 
protocols for the care and use of laboratory animals at Hainan 
Normal University (No. HNECEE-2014-004).
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RNA Extraction and Quantitative  
Real-Time Polymerase Chain Reaction
Total RNA was extracted from heart, liver, skeletal muscle, 
kidney, lung, and intestine using Trizol (Invitrogen, Carlsbad, 
USA), according to the manufacturer’s protocol. The quality 
and concentration of total RNA were assessed using a NanoDrop™ 
One/OneC spectrophotometer (Thermo Fisher, MA, USA), and 
the integrity of the RNA was determined by electrophoresis 
on a 1.2% agarose gel that showed the presence of two sharp 
18S and 28S rRNA bands. Approximately 1  μg of total RNA 
was reverse transcribed to cDNA in 20  μl reactions using 
Prime Script Reverse Transcriptase (TaKaRa, Tokyo, Japan) 
according to the manufacturer’s instructions.
Primers for T. s. elegans mRNA were designed using Primer-
BLAST (Table 1). Relative mRNA expression levels were measured 
using quantitative real-time polymerase chain reaction (qRT-PCR) 
analysis using the TB Green QuantiTect RT-PCR Kit (TaKaRa, 
Tokyo, Japan) and a LightCycler®480 Real-Time PCR System 
(Roche Diagnostics, Basel, Switzerland). The melting curve, 
amplification curve, and standard curve of each gene were gained 
by Roche Light Cycler® 480II Real-Time PCR software. The 
correlation coefficient of standard curves was >0.99, and all 
genes amplification efficiency were 98–99%. The following 
transcripts were examined: acetyl-CoA carboxylase (ACC), fatty 
acid synthase (FAS), stearoyl CoA desaturase (SCD), carnitine 
palmitoyltransferase 1 (CPT-1), carnitine palmitoyltransferase 2 
(CPT-2), acyl-CoA oxidase (ACO), and acyl-CoA synthetase 
long-chain 1 (ACSL-1). These were analyzed by the 2−△△Ct 
method of processing data after normalization to β-actin as the 
reference gene (β-actin was expressed in the three groups and 
unaffected under salinity stress). The values of control group 
at 6  h were standardized to 1.0.
Biochemical Analysis
Liver tissue (200  mg) was homogenized in 2  ml 0.7% saline 
and centrifuged at 3,000  ×  g for 15  min at 4°C. The protein-
containing supernatant was used to measure enzyme activities 
(AMPK, ACC, FAS, CPT-1, and ACO) using customized ELISA 
kits (Zike Biological Technology Co., Ltd., Shenzhen, China) 
according to the manufacturer’s instructions.
The concentration of plasma triglycerides (TG), high-density 
lipoprotein cholesterol (HDL-C), low-density lipoprotein 
cholesterol (LDL-C), and total cholesterol (TC) was measured 
within 24 h of blood collection in a refrigerator by an Olympus 
AU640 automatic biochemical analyzer (Olympus, Tokyo, Japan).
Data Analysis
All experimental data are expressed as mean  ±  SE and were 
analyzed by Excel 2016 and SPSS 16.0 statistical software. The 
interaction of two factors (salinity and time) was verified by 
two-way analysis of variance. After analyzed homoscedasticity 
of variances, one-way analysis of variance (ANOVA) was run 
to examine the influence of environmental salinity. Significance 
differences between different groups were assessed using LSD 
multi-comparison, and a p lower than 0.05 was considered 
statistically significant.
RESULTS
Tissue-Specific mRNA Expression of 
AMPK Subunits
AMPK is a heterotrimeric complex with one catalytic (α) and 
two regulatory (β and γ) subunits. The tissue-specific expression 
of AMPK subunit mRNA in control turtles is presented in 
Figure 1. The expression of AMPKα1 mRNA was highest in 
liver and heart and the lowest in lung (Figure 1A). The levels 
of AMPKα2 mRNA were highest in kidney, with skeletal muscle 
and heart being the second most abundant, and the other 
three tissues showing the lowest levels of this subunit (Figure 1B). 
The mRNA expression levels of AMPKβ1 were from highest 
to lowest: skeletal muscle, kidney, liver, heart, intestine, and 
lung (Figure 1C). The mRNA expression levels of AMPKβ2 
were highest in skeletal muscle and lowest in intestine and 
lung (Figure 1D). The mRNA expression levels of AMPKγ1 
and AMPKγ3 were highest in skeletal muscle (Figures 1E,G), 
and AMPKγ2 was highest in heart (Figure 1F). However, there 
was no expression in liver for AMPKγ3 (Figure 1G).
AMPKα Gene Expression and Adenosine 
Monophosphate-Activated Protein Kinase 
Activity Changes After Salinity Stress
The mRNA expression level of AMPKα1 in liver of T. s. elegans 
increased markedly only in S15 group at 48  h when compared 
with the control (p  =  0.028), whereas S5 group showed no 
statistical differences at each sampling time. With exposure time 
extended, there was a peak at 48  h, and significant differences 
were found in S5 group between 48 and 24  h (p  =  0.027) and 
in S15 group between 48 h and 30 days (p = 0.009; Figure 2A). 
Compared with the control, the expression level of AMPKα2 
decreased markedly in S5 and S15 groups at 24  h (p  =  0.031, 
p  =  0.017), began rising again at 48  h (p  =  0.082, p  =  0.172), 
and returned to baseline expression levels at 30 days (p = 0.051, 
p  =  0.270; Figure  2B). As for AMPK activity, it increased with 
salinity increased. With exposure time extended, there was a 
peak at 48  h (Figure  2C). Moreover, there was extremely 
remarkable interaction effect between exposure time and salinity 
as for AMPK activity (F  =  10.636, p  =  0.000).
Relative Expression of AMPK-Responsive 
Lipid Metabolism Transcription  
Factors in Liver
As shown in Figure 3, ChREBP expression decreased in the 
liver of S5 group after 24  h (p  =  0.025) but then rose to 
maximum expression at 48  h (p  =  0.012) before decreasing 
by 30 days (p  =  0.014), relative to the control. In S15 group, 
ChREBP expression showed a marked decrease except at 24  h 
(p  =  0.051; Figure 3A). As for SREBP-1c expression in liver, 
there were significant differences only between S5 and the 
control at 6  h (p  =  0.004) and between S15 and the control 
at 6 h (p = 0.003; Figure 3B). By contrast, the mRNA expression 
level of PPARα exhibited a significant increasing over time 
except S5 group at 24  h, with 48  h exposures displaying the 
highest abundance (Figure 3C). The mRNA expression levels 
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of ChREBP and PPARα were highly significant in the interaction 
effects of exposure time and salinity (F  =  4.178, p  =  0.003; 
F  =  10.955, p  =  0.000).
Relative Expression of Lipid Metabolism 
Genes in Liver
In S15 group, the mRNA expression level of ACC in liver 
decreased 3–4-fold after 48  h (p  =  0.0006) and 30 days 
(p  =  0.000) compared with the control, and FAS decreased at 
24 h (p = 0.020; Figure 4). In S5 group, there was a significant 
decrease in ACC mRNA expression at 30 days (p  =  0.002), 
but no significant differences were found in FAS mRNA 
expression, compared with the control (Figures 4A,B). Relative 
mRNA abundance of stearoyl CoA desaturase 1 (SCD1) decreased 
in S5 group only after 30 days (p  =  0.021), and there was no 
significant difference between the other groups (Figure 4C). 
The mRNA expression levels of CPT-1, CPT-2, ACO, and 
ACSL-1 showed a significant trend of enhanced abundance 
with increased salinity exposures, relative to the control 
(Figures  4D–G). However, the expression level of L-FABP 
decreased by almost 5-fold in S5 group as the exposure time 
increased to 30 days (p  =  0.019; Figure 4H). Only CPT-1 and 
ACO among them were controlled by the interaction effects 
of salinity and exposure time dramatically (F = 3.323, p = 0.010; 
F  =  4.346, p  =  0.002).
The Enzymatic Activities of Lipid 
Metabolism-Related Enzymes in Liver
The activities of ACC and FAS in liver decreased strongly as 
ambient salinity increased (Figures 5A,B). Activity of CPT-1 
TABLE 1 | The specific primer for T. s. elegans.
Genes Accession number in GenBank Primer sequence (5′–3′) Product length (bp)
β-actin FJ514826.1 F: GCACCCTGTGCTGCTTACA
R: CACAGTGTGGGTGACACCAT
190
AMPKα1 XM_005282144.3 F: TGGAGCAGTGGGGTTATTCTC
R: CCCGAATGTCTCTGATTGTAGC
199
AMPKα2 XM_005284772.3 F: GCTGATTTTGGGTTGTCGAA
R: TTGAGTGGGTCAACCTGCA
299
AMPK-β1 XM_005288707.2 F: GCTTACTGGGAGGAGAGCGA
R: AGGCACTCATCCAGCTCCTG
171
AMPK-β2 XM_005311511.3 F: GGCTCGTCCCACTGTCATAC
R: CTCGGGCAGGTCCAGAATAG
136
AMPK-γ1 XM_008173877.2 F: GCTGACCATCACCGACTTCA
R: CCAGCGGTTTGAAGGAGTCT
134
AMPK-γ2 XM_024114117.1 F: TCTCCAGCACCGTTCTCAGT
R: TCAGAGAGGGAGATGATACCCA
156
AMPK-γ3 XM_008167850.2 F: TGGCCCTGGAGATCTTCGT
R: TAGGTCTTCTGGGCAGCTAGG
121
ChREBP XM_005294339.2 F: GTCTGTCCCCATCACACTGG
R: GGAGTGATGCAGCGAGATCC
166
SREBP-1c XM_008164848.2 F: CCAGTGCGAGAAAGCCAG
R: CTCAGCTGTTGGCTGACAT
162
PPARα XM_024100408.1 F: TGCCAAATCTATCCCTGGCTTC
R: AGGCTACCAGCATCCCATCT
131
ACC XM_005298822.3 F: GCCAGCTGAAGGACAACACT
R: GCATGGTGGAGTGAACGAGT
185
FAS XM_005283095.3 F: CGTTGGATCAGCACCTCCAT
R: GCAATCTCCACCACAACAGC
155
SCD-1 XM_005285549.3 F: CTGTTCCCAACCCTAGTGCC
R: GGCTCCAAATGTGACGAAGC
195
CPT-1 XM_005312860.2 F: TTATCCATGCCACCCTGCTC
R: CTCCTGGGATACGGGAGGTA
135
CPT-2 XM_005284832.3 F: GCTGTCACCCCACAATCTCA
R: TCGAGAGTCAAGGTTTCCACAG
146
ACO XM_005297505.3 F: GTTGCAGTGGCCTTCCTGAT
R: TGTTGCCCTGAGAGGTCGTT
178
ACSL-1 XM_005281979.2 F: TCTGACAAGGCCAAGCTGC
R: CTTCTGGATTTGGAGGCACAGG
199
L-FABP XM_008169713.1 F: TGATCCAAAAGGGCAAGGACA
R: CTCTCCAGTTGGGCTCTCCA
149
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related to lipid oxidation increased significantly in S5 group 
at 48 h (p = 0.000) and 30 days (p = 0.000) and also increased 
in S15 group at 6  h (p  =  0.045), 24  h (p  =  0.002), and 30 
days (p = 0.028), relative to control levels (Figure 5C). However, 
ACO activity in S5 was higher than that in S15 and the 
control, and there was no significant difference between S15 
and the control, except after 24 h salinity treatment (Figure 5D). 
Analysis of variance results shows that there was a significant 
interaction effect within salinity and exposure time on the 
activities of ACC, FAS, CPT-1, and ACO (F = 12.388, p = 0.000; 
F  =  10.666, p  =  0.000; F  =  10.350, p  =  0.000; F  =  4.640, 
p  =  0.001).
Lipid Markers in Plasma: Triglyceride, 
Low-Density Lipoprotein Cholesterol, 
High-Density Lipoprotein Cholesterol, and 
Total Cholesterol
The content of TG in plasma increased markedly as salinity 
increased, and the levels in both salinity treatment groups 
A B
C
E F G
D
FIGURE 1 | Tissue distribution of AMPK subunits in control turtles, T. s. elegans. (A) AMPKα1; (B) AMPKα2; (C) AMPKβ1; (D) AMPKβ2; (E) AMPKγ1; (F) AMPKγ2; 
(G) AMPKγ3. Note: The ordinate shows the fold change in the relative mRNA expression of AMPK subunits in tissues relative to liver. The superscripts a, b, and c 
indicate significant differences among tissues.
A B C
FIGURE 2 | AMPK response to salinity stress in liver. (A) mRNA expression of AMPKα1; (B) mRNA expression of AMPKα2; and (C) activity of AMPK. Different 
uppercase letters (A, B, and C) represent significant differences between different salinity groups at the same time point, and different lowercase letters (a, b, and c) 
represent significant differences between different stress times at the same salinity, p < 0.05.
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were highest at 24 h (p = 0.000, p = 0.000) and 48 h (p = 0.001, 
p  =  0.000), relative to the control (Figure 6A). The contents 
of plasma LDL-C and TC in S15 group were notably higher 
than the other two groups after 30 days (Figures 6B,D). There 
was no significant difference in the content of HDL-C among 
these three groups over the course of the different salinity 
exposures (Figure 6C). As for the interaction effects between 
salinity and exposure time, there were significant effects on 
the contents of plasma TG, LDL, and TC (F = 7.719, p = 0.000; 
F  =  3.412, p  =  0.007; F  =  2.981, p  =  0.015).
DISCUSSION
The mRNA Expression and Activity of 
Adenosine Monophosphate-Activated 
Protein Kinase During Salinity Stress
An analysis of tissue-specific gene expression is useful to achieve 
a better understanding of physiological role of a gene and its 
protein product. AMPK is a heterotrimeric complex composed 
of the catalytic α, the scaffolding β, and the nucleotide binding 
γ subunits that are widely distributed in all tissues (Steinberg 
and Kemp, 2009). The enzyme plays an important role in both 
regulating intracellular energy balance and the cellular response 
to stress (Park et  al., 2002). There are two or three isoforms 
of each subunit in mammalian tissues (α1 and α2; β1 and β2; 
γ1, γ2, and γ3), each encoded by a different gene. In our 
study, mRNA transcripts of all seven subunits were detected 
in T. s. elegans tissues. The expression of AMPKα1 was highest 
in liver, and this corresponds with analogous findings in fish 
and mammals, where AMPKα1 was highly expressed in 
metabolically active tissues, such as liver, kidney, and brain 
(Stapleton et  al., 2016). In this study, AMPKα2 expression was 
higher in kidney, skeletal muscle, and heart. Previous research 
reported that AMPKα2 plays an important role in glucose 
metabolism in mammalian muscles (Jørgensen et  al., 2007); 
however, elucidating the regulatory role of AMPKα2 on glucose 
metabolism in turtles still requires further study. The β1 and 
β2 subunits were also higher in skeletal muscle of T. s. elegans 
than other tissues. They provide the scaffold on which the α 
and γ subunits assemble (Hardie et al., 1998). Of the γ isoforms, 
γ1 and γ2 were expressed quite uniformly across all tissues 
examined, with the exception of low level of γ1 in lung and 
high level of γ2 in heart. As for the mRNA expression level 
of γ3, it was mainly detected in skeletal muscle and heart of 
the tissues examined; however, there was no expression in liver. 
The result is in accord with the study in mammalian in which 
significant expression of γ3 mRNA was found only in skeletal 
muscle (Cheung et  al., 2000). Previous work suggested that 
there were no selective associations among the α1 and α2 
subunits; the β1 and β2 subunits; and the γ1, γ2, or γ3 subunits 
(Thornton et al., 1998). Therefore, the catalytic subunits, AMPKα1 
and AMPKα2, in liver were selected for further analysis to 
attempt to determine if they had separate functions in the 
regulation of lipid metabolism in T. s. elegans under salinity stress.
Salinity exposures were found to significantly alter the gene 
expression levels of AMPKα1 and α2 subunits in a salinity- and 
time-dependent manner, suggesting that AMPKα1 and α2 are 
involved in mediating metabolic responses to salinity stress (Zeng 
et al., 2016). Indeed, studies on other salt-stressed organisms, such 
as the Pacific white shrimp Litopenaeus vannamei, found that 
AMPKα mRNA levels were upregulated in response to elevated 
nitrite levels in water (Xu et al., 2016). Interestingly, in the present 
study, the activity of AMPK was significantly increased by salinity 
stress and was found to closely resemble the mRNA expression 
level of AMPKα1. Future studies should explore the role of 
phosphorylation in AMPK activation during salinity stress of turtle 
by examining the reversible phosphorylation at Thr172 within the 
activation loop of the α-subunit, as this posttranslational modification 
is the most potent activator of AMPK (Oakhill et  al., 2012).
Lipid Metabolism Activated by AMPK 
Signaling During Salinity Stress
The activation of AMPK can directly phosphorylate SREBP-1c 
and ChREBP, both of which are important lipid-related 
transcription factors that enter the nucleus and activate the 
transcription of lipogenic genes in liver (Yamashita et al., 2001). 
In recent years, ChREBP has emerged as an important regulator 
of glycolytic and lipogenic genes by binding to glucose-responsive 
DNA elements, termed carbohydrate response elements (ChRE), 
in the promoter regions of selected genes (Rufo et  al., 2001). 
In our study, the gene expression of SREBP-1c and ChREBP 
A B C
FIGURE 3 | AMPK activates the expression of major lipid metabolism transcription factors in liver of salinity-stressed turtles. (A) mRNA expression of ChREBP;  
(B) mRNA expression of SREBP-1c; and (C) mRNA expression of PPARα. Different uppercase letters (A, B, and C) represent significant differences between different salinity 
groups at the same time points, and different lowercase letters (a, b, and c) represent significant differences between different stress times at the same salinity, p < 0.05.
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shows a general decreasing trend as salinity increased, indicating 
the potential suppression of the downstream lipogenic genes 
under its control. Interestingly, the reduced level of ChREBP 
during salinity stress was different from the response turtles 
during anoxia. Indeed, when exposed to 5  h of acute anoxia, 
both transcript and protein levels of ChREBP increased in 
liver and kidney of T. s. elegans (Krivoruchko and Storey, 2014).
SREBP-1c is also able to induce lipogenic genes through its 
ability to bind to sterol regulatory elements (SREs) present in 
gene promoters (Koo et  al., 2001). Transgenic mice that over-
express SREBP-1c in liver exhibited liver steatosis and increased 
mRNA of most lipogenic genes (Shimano et  al., 1997). With 
this in mind, the decrease in SREBP-1c transcript level with 
increased salinity suggests that the lipogenic enzyme that it 
controls would also be  reduced by salinity stress. SREBP-1c, 
together with ChREBP, preferentially regulates the lipogenic process 
by activating genes involved in fatty acid and triglyceride synthesis 
such as acetyl-CoA carboxylase (ACC), fatty acid synthase (FAS), 
and stearoyl CoA desaturase (SCD; Dentin et al., 2005; Xu et al., 
2013). In our study, the transcript levels of ACC, FAS, and SCD-1 
were significantly decreased, along with their enzyme activities, 
suggesting that salinity stress is playing a role to reduce lipogenesis 
A B
C D
E F
G H
FIGURE 4 | The expressions of lipid metabolism genes in liver. (A–C) mRNA expression levels of genes involved in lipid synthesis: FAS, ACC, and SCD-1.  
(D–H) mRNA expression levels of genes involved in lipid oxidation: CPT-1, CPT-2, ACO, ACSL-1, and L-FABP. Different uppercase letters (A, B, and C) represent 
significant differences between different salinity groups at the same time point, and different lowercase letters (a, b, and c) represent significant differences between 
different stress times at the same salinity, p < 0.05.
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in the liver of T. s. elegans. ACC is a well-defined substrate of 
AMPK, converts acetyl-CoA to malonyl-CoA, and is highly 
expressed in lipogenic tissues such as liver and adipose where 
it regulates fatty acid synthesis (O’Neill et al., 2013). Interestingly, 
the activity of ACC (more than 1,000  U/mg prot.) in liver of 
turtle was higher than that of FAS (about 10  U/mg prot.) 
A B
C D
FIGURE 5 | Enzymatic activities of lipid metabolism-related enzymes in liver under salinity stress. (A,B) ACC and FAS. (C,D) CPT-1 and ACO. Different uppercase 
letters (A, B, and C) represent significant differences between different salinity groups at the same time point, and different lowercase letters (a, b, and c) represent 
significant differences between different stress times at the same salinity, p < 0.05.
A B
C D
FIGURE 6 | Lipid contents in plasma in response to salinity exposure in T. s. elegans. Levels of TG (A), LDL-C (B), HDL-C (C), and TC (D). Different uppercase 
letters (A, B, and C) represent significant difference between different salinity groups at the same time, and different lowercase letters (a, b, and c) represent 
significant difference between different stress time at the same salinity, p < 0.05.
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in our study, suggesting that ACC is more stress-responsive in 
hepatic lipogenesis and subject to inhibition (or degradation) in 
T. s. elegans in response to salinity stress. Cytosolic ACC1 is the 
rate-limiting enzyme in fatty acid synthesis, whereas ACC2 
co-localizes with mitochondria and its product, and malonyl-CoA 
serves to inhibit carnitine palmitoyl transferase (CPT1), an outer 
mitochondrial membrane protein that catalyzes fatty acid transport 
into mitochondria for oxidation (Hardie and Pan, 2002). Therefore, 
the increased expression of CPT1 during increased salinity was 
in accordance with the reduced level of ACC.
PPARα is a major regulator of genes involved in fatty acid 
oxidation in liver mitochondria and peroxisomes (Kohjima et al., 
2007; Monsalve et al., 2013). It regulates lipid oxidation enzymes 
in liver, such as CPT-1, CPT-2, ACO, ACSL-1, and liver fatty 
acid-binding protein (L-FABP; Kersten et al., 2000). The activated 
AMPK likely facilitated the observed increase of PPARα transcript 
level with increased salinity stress (Joly et al., 2010). Furthermore, 
the downstream lipid oxidation genes under PPARα regulation, 
CPT-1, CPT-2, ACO, and ACSL-1, were also significantly 
upregulated in liver of salinity-stressed turtles. Accordingly, the 
CPT activity in liver increased as salinity increased, whereas 
ACO activity peaked at S5 group, suggesting that the lower 
salinity stress was able to stimulate lipid oxidation, and ACO 
activity is not as involved in providing energy at higher salinity.
With exposed time extended, the expression of ChREBP was 
highest in S5 group at 48  h, and SREBP-1c was highest in S5 
group at 24  h, while there was no significance between 
other groups. As for PPARα, the expression level was highest 
in S5 group at 48  h, and the same trend existed in S15 group. 
Also, there was no significance in the gene expressions of SCD-1 
and CPT-2 between different exposed times, which indicated that 
T. s. elegans could adapt itself into salinity stress to some extend 
after longer exposure. However, some gene expressions and enzyme 
activities such as CPT-1 decreased with exposure time extended.
Content of Triglyceride, Low-Density 
Lipoprotein Cholesterol, High-Density 
Lipoprotein Cholesterol, and Total 
Cholesterol in Plasma During Salinity Stress
The activation of compensatory acclimation mechanisms via a 
substantial energetic reorganization over a relatively short period 
of time has been reported in other organisms such as euryhaline 
fish that experience osmotic stress (Kültz, 2015). Herein, several 
blood parameters were evaluated to analyze the potential effects 
of hyperosmotic stress on lipid-related products in blood. The 
levels of TG in plasma increased as salinity increased, which 
is consistent with increased levels plasma TG found in sea 
bream (Sparus auratus) after long-term seawater acclimation 
(AasHansen et  al., 2005). Increase in TG level suggests an 
enhanced capacity for oxidizing lipids in the species. However, 
it should be  noted that studies have found that plasma TG 
levels in sea bream and Arctic char (S. alpinus) did not change 
during 96-h acclimation to seawater, suggesting that lipid 
metabolism was unchanged (Nordgarden et  al., 2002; Susana 
et  al., 2005; Bystriansky et  al., 2007). These inconsistencies 
between species may be  partially due to acclimation salinities, 
exposure durations, and other experimental conditions.
By contrast, the plasma levels of LDL-C, HDL-C, and TC 
in S5 group did not change significantly, relative to control, 
which suggested that T. s. elegans could adapt to salinity under 
5‰ while maintaining crucial blood parameters at homeostatic 
levels. However, the content of LDL-C and TC in S15 group 
increased significantly after 30  days of chronic, long-term 
salinity stress, potentially indicating that the energy balance 
of the organism was being affected. Furthermore, excessive 
LDL-C and TC in plasma has been shown to lead to endoplasmic 
reticulum stress (Jiang et  al., 2015), and so when the 
environmental salinity increased up to 15‰, the salinity 
adaptation of T. s. elegans was challenged.
CONCLUSION
In our study, AMPK activity increased dramatically when 
T. s. elegans was subjected to increased ambient salinity, along 
with AMPKα mRNA levels. Salinity-activated AMPK signaling 
was shown to potentially inhibit the expression of SREBP-1c 
and ChREBP transcription factors, which led to a reduction 
in mRNA transcripts and enzymatic activities of their downstream 
targets, ACC and FAS. However, AMPK activation was found 
to promote the expression of PPARα that could, in turn, mediate 
upregulation of the expression of its target genes CPT and 
ACO. The AMPK signaling networks examined herein indicated 
an inhibition of lipogenesis and a promotion of lipid oxidation 
to meet the energy demand in response to salinity stress 
(Figure 7). The AMPK-mediated regulation of lipid metabolism 
in response to salinity sets the stage for future work on other 
molecular mechanisms involved in salinity tolerance and survival 
in T. s. elegans.
FIGURE 7 | Salinity stress activates the AMPK signaling to regulate lipid 
metabolism in liver of T. s. elegans.
Hong et al. AMPK Regulates Lipid Metabolism
Frontiers in Physiology | www.frontiersin.org 10 July 2019 | Volume 10 | Article 962
DATA AVAILABILITY
The raw data supporting the conclusions of this manuscript 
will be made available by the authors, without undue reservation, 
to any qualified researcher.
ETHICS STATEMENT
All experimental procedures had the prior approval of the Hainan 
Provincial Ecological Environment Education Center Experimental 
Animal Ethics Committee and were conducted under standard 
protocols for the care and use of laboratory animals at Hainan 
Normal University (No. HNECEE-2014-004).
AUTHOR CONTRIBUTIONS
All authors contributed to the preparation of this manuscript. 
MH conceived and designed the experiments, wrote the paper, 
and reviewed drafts of the paper. NL, JL, WL, and LL were 
integral in the collection and initial processing of turtle samples 
used for this study. NL, QL, and RW all contributed to the 
data collection and analysis in this study. KS and HS reviewed 
drafts of the paper and approved the final draft. LD contributed 
reagents, materials and analysis tools, prepared figures and 
tables, reviewed drafts of the paper, and approved the final 
draft. All authors have approved this statement and the 
final article.
FUNDING
This work was supported by the National Natural Science 
Foundation of China (Grant numbers 31760116, 31772486), 
the Hainan Natural Science Foundation (Grant numbers 
2019CXTD404, 318MS046), the Hainan Science Research Project 
of Higher Education (Grant number Hnky2016-15), and the 
Hainan Innovation Research Project of Graduate (Grant number 
Hys2018-234).
 
REFERENCES
AasHansen, Ø., Vijayan, M. M., Johnsen, H. K., Cameron, C., and Jørgensen, E. H. 
(2005). Resmoltification in wild, anadromous Arctic char (Salvelinus alpinus): 
a survey of osmoregulatory, metabolic, and endocrine changes preceding 
annual seawater migration. Can. J. Fish. Aquat. Sci. 62, 195–204. doi: 10.1139/
f04-186
Bystriansky, J. S., Frick, N. T., and Ballantyne, J. S. (2007). Intermediary 
metabolism of Arctic char Salvelinus alpinus during short-term salinity 
exposure. J. Exp. Biol. 210, 1971–1985. doi: 10.1242/jeb.000059
Cheung, P. C. F., Salt, I. P., Davies, S. P., Hardie, D. G., and Carling, D. (2000). 
Characterization of AMP-activated protein kinase γ-subunit isoforms and 
their role in amp binding. Biochem. J. 346, 659–669. doi: 10.1042/bj3460659
Dentin, R., Girard, J., and Postic, C. (2005). Carbohydrate responsive element 
binding protein (ChREBP) and sterol regulatory element binding protein-1c 
(SREBP-1c): two key regulators of glucose metabolism and lipid synthesis 
in liver. Biochimie 87, 81–86. doi: 10.1016/j.biochi.2004.11.008
Devreker, D., Souissi, S., Winkler, G., Forget-Leray, J., and Leboulenger, F. 
(2009). Effects of salinity, temperature and individual variability on the 
reproduction of Eurytemora affinis (Copepoda; Calanoida) from the seine 
estuary: a laboratory study. J. Exp. Mar. Biol. Ecol. 368, 113–123. doi: 
10.1016/j.jembe.2008.10.015
Ding, L., Li, W. H., Li, N., Liang, L. Y., Zhang, X. Y., Jin, H. L., et al. (2019). 
Antioxidant responses to salinity stress in an invasive species, the red-eared 
slider (Trachemys scripta elegans) and involvement of a TOR-Nrf2 signaling 
pathway. Comp. Biochem. Physiol., Part C: Toxicol. Pharmacol. 219, 59–67. 
doi: 10.1016/j.cbpc.2019.02.004
Ewart, M. A., and Kennedy, S. (2011). AMPK and vasculoprotection. Pharmacol. 
Ther. 131, 242–253. doi: 10.1016/j.pharmthera.2010.11.002
Groisman, P. Y., Karl, T. R., Easterling, D. R., Knight, R. W., Jamason, P. F., 
Hennessy, K. J., et al. (1999). Changes in the probability of heavy precipitation: 
important indicators of climatic change. Clim. Chang. 42, 243–283. doi: 
10.1023/A:1005432803188
Hardie, D. G. (2015). AMPK: positive and negative regulation, and its role in 
whole-body energy homeostasis. Curr. Opin. Cell Biol. 33, 1–7. doi: 10.1016/j.
ceb.2014.09.004
Hardie, D. G., Carling, D., and Carlson, M. (1998). The AMP-activated/SNF1 
protein kinase subfamily: metabolic sensors of the eukaryotic cell? Annu. 
Rev. Biochem. 67, 821–855. doi: 10.1146/annurev.biochem.67.1.821
Hardie, D. G., and Pan, D. A. (2002). Regulation of fatty acid synthesis and 
oxidation by the AMP-activated protein kinase. Biochem. Soc. Trans. 30, 
1064–1070. doi: 10.1042/bst0301064
Hardie, D. G., Ross, F. A., and Hawley, S. A. (2012). AMPK: a nutrient and 
energy sensor that maintains energy homeostasis. Nat. Rev. Mol. Cell Biol. 
13, 251–262. doi: 10.1038/nrm3311
Hong, M. L., Li, J. Y., Jiang, A. P., Ding, L., and Shi, H. T. (2018). Salinity 
adaptation in ions adjustments of the red-eared slider turtle using liver 
transcriptomic data. Genomics Appl. Biol. 37, 4297–4306. doi: 10.13417/j.
gab.037.004297
Hong, M. L., Zhang, K., Su, C. H., and Shi, H. T. (2014). Effect of salinity on 
the survival, ions and urea modulation in red-eared slider (Trachemys scripta 
elegans). Asian Herpetol. Res. 5, 128–136. doi: 10.3724/SP.J.1245.2014.00128
Horman, S., Browne, G., Krause, U., Patel, J., Vertommen, D., Bertrand, L., 
et  al. (2002). Activation of AMP-Activated protein kinase leads to the 
phosphorylation of elongation factor 2 and an inhibition of protein synthesis. 
Curr. Biol. 12, 1419–1423. doi: 10.1016/S0960-9822(02)01077-1
Horman, S., Hussain, N., Dilworth, S. M., Storey, K. B., and Rider, M. H. 
(2005). Evaluation of the role of AMP-activated protein kinase and its 
downstream targets in mammalian hibernation. Comp. Biochem. Physiol. B 
Biochem. Mol. Biol. 142, 374–382. doi: 10.1016/j.cbpb.2005.08.010
Jiang, F., Shao, S., Jing, F., Chunxiao, Y. U., and Zhao, J. (2015). Fat-derived 
adipokine disorder in high cholesterol diet rats. J. Shandong Univ. 53, 1–5. 
doi: 10.6040/j.issn.1671-7554.0.2015.185
Joly, E., Roduit, R., Peyot, M. L., Habinowski, S. A., Ruderman, N. B., 
Witters, L. A., et al. (2010). Glucose represses PPARαgene expression via 
AMP-activated protein kinase but not via p38 mitogen-activated protein 
kinase in the pancreatic β-cell. J. Diabetes 1, 263–272. doi: 10.1111/j.1753- 
0407.2009.00043.x
Jørgensen, S. B., Treebak, J. T., Viollet, B., Schjerling, P., Vaulont, S., 
Wojtaszewski, J. F., et al. (2007). Role of AMPKalpha2  in basal, training-, 
and AICAR-induced GLUT4, hexokinase II, and mitochondrial protein 
expression in mouse muscle. Am. J. Physiol. Endocrinol. Metab. 292, E331–E339. 
doi: 10.1152/ajpendo.00243.2006
Kawaguchi, T., Osatomi, K., Yamashita, H., Kabashima, T., and Uyeda, K. (2002). 
Mechanism for fatty acid “sparing” effect on glucose-induced transcription: 
regulation of carbohydrate-responsive element-binding protein by AMP-
activated protein kinase. J. Biol. Chem. 277, 3829–3835. doi: 10.1074/jbc.
M107895200
Kersten, S., Desvergne, B., and Wahli, W. (2000). Roles of PPARs in health 
and disease. Nature 405, 421–424. doi: 10.1038/35013000
Kohjima, M., Enjoji, M., Higuchi, N., Kato, M., Kotoh, K., Yoshimoto, T., et  al. 
(2007). Re-evaluation of fatty acid metabolism-related gene expression in 
nonalcoholic fatty liver disease. Int. J. Mol. Med. 20, 351–358. doi: 10.3892/
ijmm.20.3.351
Hong et al. AMPK Regulates Lipid Metabolism
Frontiers in Physiology | www.frontiersin.org 11 July 2019 | Volume 10 | Article 962
Kohjima, M., Higuchi, N., Kato, M., Kotoh, K., Yoshimoto, T., Fujino, T., et  al. 
(2008). SREBP-1c, regulated by the insulin and AMPK signaling pathways, 
plays a role in nonalcoholic fatty liver disease. Int. J. Mol. Med. 21, 507–511. 
doi: 10.3892/ijmm.21.4.507
Koo, S. H., Dutcher, A. K., and Towle, H. C. (2001). Glucose and insulin 
function through two distinct transcription factors to stimulate expression 
of lipogenic enzyme genes in liver. J. Biol. Chem. 276, 9437–9445. doi: 
10.1074/jbc.M010029200
Krivoruchko, A., and Storey, K. B. (2014). Activation of the carbohydrate 
response element binding protein (ChREBP) in response to anoxia in the 
turtle Trachemys scripta elegans. Biochim. Biophys. Acta Gen. Subj. 1840, 
3000–3005. doi: 10.1016/j.bbagen.2014.06.001
Kültz, D. (2015). Physiological mechanisms used by fish to cope with salinity 
stress. J. Exp. Biol. 218, 1907–1914. doi: 10.1242/jeb.118695
Liu, Z. F., Gao, X. Q., Yu, J. X., Qian, X. M., Xue, G. P., Zhang, Q. Y., et al. 
(2016). Effects of different salinities on growth performance, survival, digestive 
enzyme activity, immune response, and muscle fatty acid composition in 
juvenile American shad (Alosa sapidissima). Fish Physiol. Biochem. 43, 
761–773. doi: 10.1007/s10695-016-0330-3
Mihaylova, M. M., and Shaw, R. J. (2011). The AMPK signalling pathway 
coordinates cell growth, autophagy and metabolism. Nat. Cell Biol. 13, 
1016–1023. doi: 10.1038/ncb2329
Monsalve, F. A., Pyarasani, R. D., Delgado-Lopez, F., and Moore-Carrasco, R. 
(2013). Peroxisome proliferator-activated receptor targets for the treatment 
of metabolic diseases. Mediat. Inflamm. 2013, 1–18. doi: 10.1155/2013/549627
Munday, M. R. (2002). Regulation of mammalian acetyl-CoA carboxylase. 
Biochem. Soc. Trans. 30, 1059–1064. doi: 10.1042/bst0301059
Nordgarden, U., Hemre, G. I., and Hansen, T. (2002). Growth and body 
composition of Atlantic salmon (Salmo salar L.) parr and smolt fed diets 
varying in protein and lipid contens. Aquaculture 207, 65–78. doi: 10.1016/
S0044-8486(01)00750-5
Oakhill, J. S., Scott, J. W., and Kemp, B. E. (2012). AMPK functions as an 
adenylate charge-regulated protein kinase. Trends Endocrinol. Metab. 23, 
125–132. doi: 10.1016/j.tem.2011.12.006
O’Neill, H. M., Holloway, G. P., and Steinberg, G. R. (2013). AMPK regulation 
of fatty acid metabolism and mitochondrial biogenesis: implications for 
obesity. Mol. Cell. Endocrinol. 366, 135–151. doi: 10.1016/j.mce.2012.06.019
Osellame, L. D., Blacker, T. S., and Duchen, M. R. (2012). Cellular and molecular 
mechanisms of mitochondrial function. Best Pract. Res. Clin. Endocrinol. 
Metab. 26, 711–723. doi: 10.1016/j.beem.2012.05.003
Park, S. H., Gammon, S. R., Knippers, J. D., Paulsen, S. R., Rubink, D. S., 
and Winder, W. W. (2002). Phosphorylation-activity relationships of AMPK 
and acetyl-CoA carboxylase in muscle. J. Appl. Physiol. 92, 2475–2482. doi: 
10.1152/japplphysiol.00071.2002
Paterne, M., Duplessy, J.-C., Labeyrie, L., and Arnold, M. (1993). “North 
atlantic sea surface salinity, ice melting and abrupt climatic changes” in 
Ice in the climate system. ed. W. R. Peltier (Berlin Heidelberg: Springer-
Verlag), 623–631.
Rider, M., Hussain, N. S., Dilworth, S., and Storey, K. (2006). Stress-induced 
activation of the AMP-activated protein kinase in the freeze-tolerant frog 
Rana sylvatica. Cryobiology 53, 297–309. doi: 10.1016/j.cryobiol.2006.08.001
Rider, M. H., Hussain, N., Dilworth, S. M., and Storey, K. B. (2009). Phosphorylation 
of translation factors in response to anoxia in turtles, Trachemys scripta 
elegans: role of the AMP-activated protein kinase and target of rapamycin 
signalling pathways. Mol. Cell. Biochem. 332, 207–213. doi: 10.1007/
s11010-009-0193-3
Rufo, C., Teran-Garcia, M., Nakamura, M. T., Koo, S. H., Towle, H. C., and 
Clarke, S. D. (2001). Involvement of a unique carbohydrate-responsive factor 
in the glucose regulation of rat liver fatty-acid synthase gene transcription. 
J. Biol. Chem. 276, 21969–21975. doi: 10.1074/jbc.M100461200
Semenov, D. V. (2010). Slider turtle, Trachemys scripta elegans, as invasion 
threat (Reptilia; Testudines). Russ. J. Biol. Invasions 1, 296–300. doi: 10.1134/
S2075111710040077
Shimano, H., Horton, J. D., Shimomura, I., Hammer, R. E., Brown, M. S., and 
Goldstein, J. L. (1997). Isoform 1c of sterol regulatory element binding 
protein is less active than isoform 1a in livers of transgenic mice and in 
cultured cells. J. Clin. Investig. 99, 846–854. doi: 10.1172/JCI119248
Shu, C. H., Zhang, K., Hong, M. L., Xie, D., Liu, Q. C., and Shi, H. T. (2012). 
Effect of salinity stress on Trachemys scripta elegans growth and blood 
biochemical ingredient. Sichuan J. Zool. 31, 912–917. doi: 10.3969/j.
issn.1000-7083.2012.06.014
Stapleton, D., Mitchelhill, K. I., Gao, G., Widmer, J., Michell, B. J., Teh, T., 
et  al. (2016). Mammalian AMP-activated protein kinase subfamily. J. Biol. 
Chem. 271, 611–614. doi: 10.1074/jbc.271.2.611
Steinberg, G. R., and Kemp, B. E. (2009). AMPK in health and disease. Physiol. 
Rev. 89, 1025–1078. doi: 10.1152/physrev.00011.2008
Susana, S. A., Arjona, F. J., Martín del Río, M. P., Míguez, J. M., Mancera, J. M., 
and Soengas, J. L. (2005). Time course of osmoregulatory and metabolic 
changes during osmotic acclimation in Sparus auratus. J. Exp. Biol. 208, 
4291–4304. doi: 10.1242/jeb.01900
Thornton, C., Snowden, M. A., and Carling, D. (1998). Identification of a 
novel AMP-activated protein kinase beta subunit isoform that is highly 
expressed in skeletal muscle. J. Biol. Chem. 273, 12443–12450. doi: 10.1074/
jbc.273.20.12443
Towler, M. C., and Hardie, D. G. (2007). AMP-activated protein kinase in 
metabolic control and insulin signaling. Circ. Res. 100, 328–341. doi: 10.1161/01.
RES.0000256090.42690.05
Verity, P. G., and Smetacek, V. (1996). Organism life cycles, predation, and 
the structure of marine pelagic ecosystems. Mar. Ecol. Prog. Ser. 130, 277–293. 
doi: 10.3354/meps130277
Xu, Z., Li, T., Li, E., Chen, K., Ding, Z., Qin, J. G., et al. (2016). Comparative 
transcriptome analysis reveals molecular strategies of oriental river prawn 
Macrobrachium nipponense in response to acute and chronic nitrite stress. 
Fish Shellfish Immunol. 48, 254–265. doi: 10.1016/j.fsi.2015.12.005
Xu, X., So, J. S., Park, J. G., and Lee, A. H. (2013). Transcriptional control 
of hepatic lipid metabolism by SREBP and ChREBP. Semin. Liver Dis. 33, 
301–311. doi: 10.1055/s-0033-1358523
Yamashita, H., Takenoshita, M., Sakurai, M., Bruick, R. K., Henzel, W. J., 
Shillinglaw, W., et al. (2001). A glucose-responsive transcription factor that 
regulates carbohydrate metabolism in the liver. Proc. Natl. Acad. Sci. USA 
98, 9116–9121. doi: 10.1073/pnas.161284298
Yang, J., and Shi, H. (2014). Home range of Trachemys scripta elegans in brackish 
water of Nandu River, Hainan island, China. Sichuan J. Zool. 33, 685–688. 
doi: 10.3969/j.issn.1000-7083.2014.05.008
Zeng, L., Liu, B., Wu, C. W., Lei, J. L., Xu, M. Y., Zhu, A. Y., et al. (2016). 
Molecular characterization and expression analysis of AMPK α subunit 
isoform genes from Scophthalmus maximus responding to salinity stress. 
Fish Physiol. Biochem. 42, 1595–1607. doi: 10.1007/s10695-016-0243-1
Conflict of Interest Statement: The authors declare that the research was conducted 
in the absence of any commercial or financial relationships that could be construed 
as a potential conflict of interest.
Copyright © 2019 Hong, Li, Li, Li, Liang, Li, Wang, Shi, Storey and Ding. This is 
an open-access article distributed under the terms of the Creative Commons Attribution 
License (CC BY). The use, distribution or reproduction in other forums is permitted, 
provided the original author(s) and the copyright owner(s) are credited and that 
the original publication in this journal is cited, in accordance with accepted academic 
practice. No use, distribution or reproduction is permitted which does not comply 
with these terms.
